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. Two lines of evidence support this close relationship. First, the antimicrobial drug resistance patterns of 3 of the V. cholerae O139 strains isolated in Dhaka during 2012 were resistant to trimethoprim/sulfamethoxazole (25 µg), whereas the remaining O139 and 4 O1 strains were susceptible to all drugs tested, including azithromycin (15 µg), ciprofloxacin (5 µg), gentamicin (10 µg), ampicillin (10 µg), tetracycline (30 µg), and erythromycin (15 µg). Second, pulsedfield gel electrophoresis (PFGE) of NotI-digested genomic DNA showed identical banding patterns for the 4 V. cholerae O1 strains carrying ctxB ET and the pre-2001 ET strains, including N16961, and the DNA pattern differed from that of the altered ET associated with endemic cholera in Bangladesh (Figure) . All 4 V. cholerae O139 strains had typical O139 Bengal banding patterns, shown by PFGE, except that 1 strain had an extra band (Figure) . Comparison of PFGE patterns with those of previously isolated V. cholerae O139 strains (1993) (1994) (1995) (1996) (1997) (1998) (1999) (2000) (2001) (2002) (2003) (2004) (2005) showed that recently isolated strains (2011-2012) belonged to 1 of the ancient clones, suggesting that the strain has been present in Bangladesh since 1993 (Figure) .
In conclusion, we provide evidence of the coexistence of V. cholerae O1 and O139 strains, which shows that strains carrying ctxB ET , not isolated for approximately a decade in Bangladesh, have again been isolated (3) . Although the epidemiologic importance of the observed genetic change in the ctxB is yet to be understood, the finding of V. cholerae strains carrying ctxB ET in surface water of Bangladesh in 2011 and in association the following year with Figure. DNA fingerprinting patterns of Vibrio cholerae. Dendrogram was prepared by Dice similarity coefficient and UPGMA (unweighted pairgroup method with arithmetic mean) clustering methods by using pulsedfield gel electrophoresis (PFGE) images of the NotI-digested genomic DNA. The scale bar at the top (left) indicates the correlation coefficient (range 90%-100%). V. cholerae altered ET (ctxB CL ) strains (pulsotype A) formed a major cluster (cluster I), separated from prototype ET (ctxB ET ) strains (cluster II; pulsotype B) and V. cholerae O139 strains (cluster III; pulsotype C), suggesting that they are genetically different. ET, El Tor; Clin, Clinical; Env, environmental. cholera may be yet another turning point, considering that the global pattern of cholera is changing rapidly. http://wwwnc.cdc.gov/eid/podcasts.htm
